Sequence data for diatoms and Parmales.
. Phylogeny of 1,151 diatoms and 20 outgroups reconstructed using an 11-gene dataset. 
Table S1
Sequence data for diatoms and Parmales.
Table S2
Properties of the phylogenetic dataset, partitioning, and model selection.
Table S3
Minimum and maximum bounds for calibration of internal nodes.
Fig. S1
Phylogeny of diatoms reconstructed using an 11-gene dataset for 1,151 diatoms and 20 outgroup heterokont taxa. Shown is the highest-scoring maximum likelihood phylogeny from 100 optimizations. Numbers at internal nodes are bootstrap support as estimated with IQtree's ultrafast bootstrap method (1000 pseudoreplicates).
